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SEQ ID NO: 1 

CAAAAACAGCAACAGAAAGCAGGACGTGAGACTTCTACCTGCTCACTCAGAATCATTTCT 6 0 

GCACCAACCATGGCCACGTTTGTGGAGCTCAGTACCAAAGCCAAGATGCCCATTGTGGGC 12 0 

5 CTGGGCACTTGGAAGTCTCCTCTCGGCAAAGTGAAAGAAGCAGTGAAGGTGGCCATTGAT 18 0 

GCAGGATATCGGCACATTGACTGTGCCTATGTCTATCAGAATGAACATGAAGTGGGGGAA 2 4 0 

G C CAT C C AAGAGAAGAT C CAAGAGAAGG C TGTGAAGCGGGAGGAC CTGTT CAT CGT C AG C 3 0 0 

AAGTTGTGGCCCACTTCCAGATCGAGAAGCTCTTGAACAAACCTGGACTGAAATATAAAC 3 6 0 

C AGTGAC T AAC C AGGTTGAGTGTC AC C CAT AC C T C ACGC AGGAGAAAC TGAT C C AGT AC T 4 2 0 

10 GCCACTCCAAGGGCATCACCGTTACGGCCTACAGCCCCCTGGGCTCTCCGGATAGACCTT 4 8 0 

GGGCCAAGCCAGAAGACCCTTCCCTGCTGGAGGATCCCAAGATTAAGGAGATTGCTGCAA 54 0 

AGCACAAAAAAACCGCAGCCCAGGTTCTGATCCGTTTCCATATCCAGAGGAATGTGATTG 6 0 0 

TCATCCCCAAGTCTGTGACACCAGCACGCATTGTTGAGAACATTCAGGTCTTTGACTTTA 6 6 0 

AATTGAGTGATGAGGAGATGGCAACCATACTCAGCTTCAACAGAAACTGGAGGGCCTGTA 72 0 

15 ACGTGTTGCAATCCTCTCATTTGGAAGACTATCCCTTCGATGCAGAATATTGAGGTTGAA 780 

TCTCCTGGTGAGATTATACAGGAGATTCTCTTTCTTCGCTGAAGTGTGACTACCTCCACT 84 0 

CATGTCCCATTTTAGCCAAGCTTATTTAAGATCACAGTGAACTTAGTCCTGTTATAGACG 9 0 0 

AGAATCGAGGTGCTGTTTTAGACATTTATTTCTGTATGTTCAACTAGGATCAGAATATCA 96 0 

CAGAAAAGCATGGCTTGAATAAGGAAATGACAATTTTTTCCACTTATCTGATCAGAACAA 102 0 

20 ATGTTTATTAAGCATCAGAAACTCTGCCAACACTGAGGATGTAAAGATCAATAAAAAAAA 10 8 0 

T AAT AAT CAT 10 9 0 
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SEQ ID NO: 2 

Met Ala Thr Phe Val 
Ala Lys Met Pro lie 
Trp Lys Ser Pro Leu 
Ala Val Lys Val Ala 
Arg His He Asp Cys 
Asn Glu His Glu Val 
Glu Lys He Gin Glu 
Glu Asp Leu Phe He 
Pro Thr Ser Arg Ser 



Glu Leu Ser Thr Lys 10 
Val Gly Leu Gly Thr 2 0 
Gly Lys Val Lys Glu 3 0 
He Asp Ala Gly Tyr 4 0 
Ala Tyr Val Tyr Gin 5 0 
Gly Glu Ala He Gin 60 
Lys Ala Val Lys Arg 7 0 
Val Ser Lys Leu Trp 8 0 
Arg Ser Ser 88 
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SEQ ID NO: 3 

CAAAAACAGCAACAGAAAGCAGGACGTGAGACTTCTACCTGCTCACTCAGAATCATTTCT 6 0 

GCACCAACCATGGCCACGTTTGTGGAGCTCAGTACCAAAGCCAAGATGCCCATTGTGGGC 12 0 

5 CTGGGCACTTGGAAGTCTCCTCTCGGCAAAGTGAAAGAAGCAGTGAAGGTGGCCATTGAT 18 0 

GCAGGATATCGGCACATTGACTGTGCCTATGTCTATCAGAATGAACATGAAGTGGGGGAA 24 0 

GCCATCCAAGAGAAGATCCAAGAGAAGGCTGTGAAGCGGGAGGACCTGTTCATCGTCAGC 3 0 0 

AAGTTGTGGCCCACTTTCTTTGAGAGACCCCTTGTGAGGAAAGCCTTTGAGAAGACCCTC 3 6 0 

AAGGACCTGAAGCTGAGCTATCTGGACGTCTATCTTATTCACTGGCCACAGGGATTCAAG 42 0 

10 TCTGGGGATGACCTTTTCCCCAAAGATGATAAAGGTAATGCCATCGGTGGAAAAGCAACG 4 80 

TTCTTGGATGCCTGGGAGGCCATGGAGGAGCTGGTGGATGAGGGGCTGGTGAAAGCCCTT 54 0 

GGGGTCTCCAATTTCAGCCACTTCCAGATCGAGAAGCTCTTGAACAAACCTGGACTGAAA 6 0 0 

TATAAACCAGTGACTAACCAGGTTGAGTGTCACCCATACCTCACGCAGGAGAAACTGATC 6 60 

CAGTACTGCCACTCCAAGGGCATCACCGTTACGGCCTACAGCCCCCTGGGCTCTCCGGAT 72 0 

15 AGACCTTGGGCCAAGCCAGAAGACCCTTCCCTGCTGGAGGATCCCAAGATTAAGGAGATT 7 80 

GCTGCAAAGCACTCCCCAAGTCTGTGACACCAGCACGCATTGTTGAGAACATTCAGGTCT 84 0 

TTGACTTTAAATTGAGTGATGAGGAGATGGCAACCATACTCAGCTTCAACAGAAACTGGA 900 

GGGCCTGTAACGTGTTGCAATCCTCTCATTTGGAAGACTATCCCTTCGATGCAGAATATT 9 60 

GAGGTTGAATCTCCTGGTGAGATTATACAGGAGATTCTCTTTCTTCGCTGAAGTGTGACT 102 0 

20 ACCTCCACTCATGTCCCATTTTAGCCAAGCTTATTTAAGATCACAGTGAACTTAGTCCTG 108 0 

TTATAGACGAGAATCGAGGTGCTGTTTTAGACATTTATTTCTGTATGTTCAACTAGGATC 114 0 

AGAATATCACAGAAAAGCATGGCTTGAATAAGGAAATGACAATTTTTTCCACTTATCTGA 120 0 

TCAGAACAAATGTTTATTAAGCATCAGAAACTCTGCCAACACTGAGGATGTAAAGATCAA 126 0 

T AAAAAAAAT AAT AAT CAT 127 9 
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SEQ ID NO: 4 
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